The data presented here are related to the research article entitled "Temperature-dependent immune response of olive flounder (Paralichthys olivaceus) infected with viral hemorrhagic septicemia virus (VHSV)" [1] . In the cited article, we sequenced the whole transcriptome of the olive flounder using Illumina RNA-Seq. Differentially expressed genes (DEG) analysis of VHSV infected head kidney samples showed perturbations in gene expression. Herein we made a comparison of DEGs at early stage of VHSV infection of olive flounder (4 h post infection) in colder (13°C) and warmer (20°C) temperatures. The analysis of signaling pathways showed that several major immune pathways were altered. The gene ontology terms associated with the genes differentially expressed are also presented.
a b s t r a c t
The data presented here are related to the research article entitled "Temperature-dependent immune response of olive flounder (Paralichthys olivaceus) infected with viral hemorrhagic septicemia virus (VHSV)" [1] . In the cited article, we sequenced the whole transcriptome of the olive flounder using Illumina RNA-Seq. Differentially expressed genes (DEG) analysis of VHSV infected head kidney samples showed perturbations in gene expression. Herein we made a comparison of DEGs at early stage of VHSV infection of olive flounder (4 h post infection) in colder (13°C) and warmer (20°C) temperatures. The analysis of signaling pathways showed that several major immune pathways were altered. The gene ontology terms associated with the genes differentially expressed are also presented. Value of the data
• The information of unigenes expressed at colder and warmer temperature helps us to know how the response of host transcriptome varies with respect to surrounding environment. • The comparison of modulated genes during VHSV infection at 13 and 20°C helps for management measures in olive flounder aquaculture.
• The identification of affected signaling pathways in the head kidney of VHSV infected olive flounder sheds new light on the investigation of disease pathogenesis and for novel treatment targets.
Data
The data presented here are related to the research article entitled "Temperature-dependent immune response of olive flounder (Paralichthys olivaceus) infected with viral hemorrhagic septicemia virus (VHSV)" [1] . The olive flounder were challenged with VHSV at 13°C and 20°C, and DEG in the head kidney were analyzed. The whole transcriptome of olive flounder was sequenced using illumina RNA Seq. The quality of sequencing reads were assessed by contig length distribution of sequences and gene ontology functional analysis were conducted ( Fig. 1, Supplementary table 1 ). Fig. 2 represents the number of unigenes which expressed during the infection period. All the unigenes were aligned to the eggNOG database and predicted the possible functions (Fig. 3) . Table 1 describes the number of differentially expressed genes at 4 hours post infection of VHSV. The signaling pathways annotated in the transcriptome of olive flounder is shown in the Table 2 and Supplementary table. 2 . 2. Experimental design, materials and methods
Experimental animals
Olive flounder of average weight 39.7 g were purchased from a commercial fish farm (Geoje Island) without any history of VHSV. Animals were maintained at 11-13°C, and acclimated for one week.
Viral challenge, preparation of mRNA library and RNA seq
The fish of each groups were intraperitoneally injected (Isolate: FDC-VHS2014-5) with a VHSV dose of 1 Â 10 4 TCID 50 per fish or control media in 0.1 ml and acclimatized at 13 and 20°C, separately.
Total RNA was isolated from the head kidney of three individual VHSV-infected olive flounder cultured on 13 and 20°C. At 4 h post infection, three individuals were randomly collected from each group and head kidneys were excised for gene expression analysis. Kidney tissue samples were stored at À 80°C until RNA isolation. Total RNA was isolated using a standard Trizol extraction protocol (Invitrogen, Germany) according to the manufacturer's instructions. The concentration and integrity of the RNA were assessed with a Thermo Scientific NanoDrop 8000 Spectrophotometer and Agilent 2100 Bioanalyzer, respectively. RNA with an OD 260/280 Z1.8 and an RNA integrity number Z7.0 was used in subsequent experiments. Equal amounts of high quality RNA from each sample were then used separately for cDNA synthesis and sequencing. The cDNA library was prepared with $ 1.0 μg of total RNA following manufacturer's recommendations of TrueSeq RNA library Preparation Kit (Illumina, USA). The library was then amplified, and the final library yielded $ 500 ng of cDNA with an average fragment size of $ 350 bp. The resulting cDNA libraries were then paired-end sequenced (2 Â 100 bp) with HiSeq. 2500 platform (Illumina, USA). All sequencing reads were deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRP102673.
Transcriptome de novo assembly, annotation and differential expression
The raw reads of fastq format were undergone pre-processing and high quality sequences were subject to de novo assembly using Trinity software [2] . The assembled unigenes were BLASTX mapped against NCBI non redundant protein and swiss-prot databases. Gene ontology (GO) terms were assigned to each unigene based on the GO terms annotated to its corresponding homologs. The differential expression of unigenes were analyzed by aligning individual sample reads with reference transcriptome using Bowtie2 [3] . Moreover, unigenes were assigned to biochemical pathways according to the Kyoto Encyclopedia of Genes and Genomes (KEGG) database using BLASTX, followed by retrieving KEGG Orthology (KO) information. Additionally, the Clusters of Orthologous Groups (COG) screening was performed using the eggNOG database [4] .
